Appendix 2. Alignment of huBUB3 proteins 


x 182 , NO : 2 MTGSNEFKLNQPPEDGISSVKFSPNTSQFLLVSSWDTSVRLYDVPANSMRLKYQHTGAVL 

* 700 , NO : 2 MTGSNEFKLNQPPEDGISSVKFSPNTSQFLLVSSWDTSWLYDVPANSMRLKYQHTGAVL 

inv. disci . MTGSNEFKLNQPPEDGISSVKFSPNTSQFLLVSSWDTSVRLYDVPANSMRLKYQHTGAVL 

Lee-Ng seq . MTGSNEFKLNQPPEDGISSVKFSPNTSQFLLVSSWDTSVRLYDVPANSMRLKYQHTGAVL 


60 


* 1 82 , NO : 2 DCAFYDPTHAWSGGLDHQLKMHDLNTDQENLVGTHDAPIRCVEYCPEVNVMVTGSWDQTV 

x 7 0 0 , NO : 2 DCAFYDPTHAWSGGLDHQLKMHDLNTDQENLVGTHDAPIRCVEYCPEVNVMVTGSWDQTV 

inv. disci . DCAFYDPTHAWSGGLDHQLKIfflDLNTDQENLVGTHDAPIRCVEYCPEVIWMVTGSWDQTV 

Lee-Ng seq . DCAFYDPTHAWSGGLDHQLKMHDLNTDQENLVGTHDAPIRCVEYCPEVNVMVTGSWDQTV 


120 


* 1 82 , NO : 2 KLWDPRTPCNAGTFSQPEKVYTLSVSGDRLIVGTAGRRVLVWDLRNMGYVQQRRESSLKY 

* 7 0 0 , NO : 2 KLWD PRT PCNAGTF S Q PEKVYTL SVSGDRL I VGTAGRRVLVWDLRNMGYVQQRRE S SLKY 
inv. disci . KLWD PRT PCNAGTF SQPEKWTL SVSGDRL IVGTAGRRVLVWDLRNMGYVQQRRES SLKY 
Lee-Ng seq . KLWDPRT PCNAGTF SQPEKWTL SVSGDRL IVGTAGRRVLVWDLRNMGYVQQRRES SLKY 


180 


1 1 82 , NO : 2 QTRCIRAFPNKQGYVLSSIEGRVAVEYLDPSPEVQKKKYAFKCHRLKENNIEQIYPVNAI 

* 7 00 , NO : 2 QTRCIRAFPNKQGYVLSSIEGRVAVEYLDPSPEVQKKKYAFKCHRLKENNIEQIYPVNAI 

inv. disci . QTRCIRAFPNKQGYVLSSIEGRVAVEYLDPSPEVQKKKYAFKCHRLKENNIEQIYPVNAI 

Lee-Ng seq . QTRC I RAFPNKQGYVLS S I EGRVAVE YLDPS PEVQKKK YAFKCHRLKENNI EQ I YPVNAI 


240 


* 1 82 , NO : 2 SFHNIHNTFATGGSDGFVNIWDPFNKKRLCQFHRYPTSIASLAFSNDGTTLAIASSYMYE 

x 7 00 , NO : 2 SFHNIHNTFATGGSDGFVNIWDPFNKKRLCQFHRYPTSIASLAFSNDGTTLAIASSYMYE 

inv. disci . SFHNIHNTFATGGSDGFVNIWDPFNKKRLCQFHRYPTSIASLAFSNDGTTLAIASSYMYE 

Lee-Ng seq . SFHNIHNTFATGGSDGFVNIWDPFNKKRLCQFHRYPTSIASLAFSNDGTTLAIASSYMYE 


300 


x 1 82 , NO : 2 MDDTEH PEDG I F I RQ VTD AETKPK S PC T 

^700, NO: 2 MDDTEH PEDG I F I RQVTD AETKPK S PC T 

inv. disci. MDDTEH PEDGIFIRQVTDAETKPKSPCT 

Lee-Ng seq. MDDTEH PEDG I F I RQVTD AETK PK S PC T 


328 
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